bacteria in roots were collected using the method adopted in our previous studies (Hong et al., 112 2015) . Briefly, washed root segments (5 g) were surface sterilized by sequential washing in 70% 113 ethanol for 1 min, sodium hypochlorite (2%, vol/vol) for 3 min, and 70% ethanol for 30 s and five 114 rinses with ample sterilized distilled water. Coated onto tryptic soy agar plates, the final rinse was 115 used to verify surface sterilization. Plates were incubated at 28°C, and no colonies were found 116 after 10 days. 117
DNA extraction, PCR and Illumina amplicon sequencing 118
Surface-sterilized root segments were ground in a mortar with liquid nitrogen. Total DNA 119 from sediment and strains was extracted and purified according to the manufacturer's 120 recommendation, using the Fast DNA spin kit for soil (MP Biomedicals, California, USA) and the 121 DNA purification kit (Tiangen, China). The V3 region of bacterial 16S rRNA gene was amplified 122 using 338F (5'-ACTCCTACGGGAGGCAGCAG-3' and 533R 123 
Data processing and statistical analysis 138
The raw reads were assembled following the barcoded Illumina PE sequencing (BIPES) 139 pipeline to reduce sequence and PCR errors (Zhou et al. 2011 ) and filtered by BGI in a 140 pre-bioinformatics analysis. All the sequences were analyzed using QuantitativeInsights Into 141
Microbial Ecology (QIIME, version 1.60) (Caporaso et al. 2010). As mentioned in previous 142 studies (Xie et al., 2014), briefly, operational taxonomic units (OTUs) were picked at 97% 143 sequence similarity, and their representative sequences were chosen for alignment and taxonomic 144 assignment with RDP classifier. Chimeric sequences, mitochondrial, chloroplast and singleton 145
OTUs were removed. We used phylogenetic diversity index (Phylogenetic Diversity (PD)), 146 Shannon diversity index (H'), and an abundance-based coverage estimators Chao1 as measures of 147 α-diversity according to our previous study (Hu et al. 2014 
Results and Discussion

161
Diversity of endophytic and rhizoplane bacterial communities 162
A total of 1,362,696 high-quality reads were obtained from 27 samples, and clustered into 163 44,094 OTUs at equal sequencing depth. RS samples presented the highest diversity of OTUs 164 followed by MS, rhizoplane and endophytic bacteria. (Table 2 ). Alpha diversity using 165 phylogeny-based metrics (PD) showed the significant difference between sediment and 166 root-associated samples (ANOVA test, P < 0.01). The root itself is generally considered as a more 167 stable niche, while RS represents more complex habitats providing microorganisms with a large 168 variety of C sources, including amino acids, organic acids and carbohydrates etc. 
Overlapping of OTUs 182
According to the results of Venn analysis, consistent overlap patterns of OTU clusters among 183 different samples were obtained ( alterniflora, due to the influence of K.obovata (Fig.3) (4.3±1.5%) and Spirochaetes (4.1±0.6%) were predominant in their endophytic bacteria of roots 222 (Fig.4) . In contrast, dominant phyla in rhizoplane bacterial community of K.obovataincluded 223 Proteobacteria (88.0±7.7%), Bacteroidetes (2.1±0.5%), Chloroflexi (2.0±0.3%) and Firmicutes 224 At the class level, α-proteobacteria, δ-proteobacteria and γ-proteobacteria were the major 248 groups for all samples (Fig. 4) . In the S. alterniflora monoculture,γ-proteobacteria(52.2±4.6%) 249 was significantly more prominent in rhizoplane bacteria, followed by δ-proteobacteria 250 was observed as more significant and prominent rhizoplane bacteria, followed by δ-proteobacteria 304 (7.4±3.9%) and α-proteobacteria (3.0±0.4%) (Fig.4) . This was consistent with the fact that 
